ABSTRACT Pseudomonas aeruginosa is one of the major Gram-negative pathogens responsible for hospital-acquired infections. Here, we present high-quality genome sequences of isolates from three P. aeruginosa genotypes retrieved from patients hospitalized in intensive care units. PacBio reads were assembled into a single contig, which was afterward corrected using Illumina HiSeq reads.
Pipeline (PGAP) (7) and 6,216 to 6,629 coding sequences (CDSs) annotated, together with 63 to 64 tRNAs and 4 rRNA operons.
Data availability. The complete genome sequences for the three Pseudomonas aeruginosa isolates have been deposited in DDBJ/ENA/NCBI, and the PacBio and Illumina reads are available in the NCBI Sequence Read Archive. The respective accession numbers are listed in Table 1 . 
